15 2 16 ABSTRACT
8 143 showing signs of amplification (never more than faint bands in agarose gels), the whole 144 PCR-batch was run again to make sure that all positives were true. All samples with 145 positive amplification were sequenced directly using procedures described [41] . The 146 obtained sequences of 478 bp of the cyt b were edited, aligned and compared in a 147 sequence identity matrix using the program BioEdit [42] . Parasites with sequences 148 differing by one nucleotide substitution were considered to represent evolutionary 149 independent lineages [43] . Five new sequences were deposited in GenBank under the 150 accession numbers JQ749720 -JQ749724.
152 Phylogenetic analyses and statistical procedures
153 For our statistical models (see below) we created two different phylogenetic trees 154 (supporting information Figs S3 and S4) to control for the common descent of different 155 parties: one for the host of bird species and one for the parasite lineages. The first one 156 relied on the 1000 trees generated by the birdtree.org website [44] , from which a 157 consensus tree was created for the sampled 21 species by using Geneious v5.4 [45] . The 158 second tree relied the sequences of the parasite lineages [15] identified in this study.
159 Then, we created a phylogenetic tree using MrBayes 3.1 [46, 47] . We used jModelTest 160 0.1 [48] in order to determine which parasite tree offered the best fit to our data. The 161 burn-in was identified through Tracer 1.2.2 [49] . We sampled 10 million generations at 162 intervals of 1000. Finally we analysed the files generated by Bayesian MCMC runs by 163 MrBayes in Tracer with the objective of confirm whether the parasite tree generated 164 was the most adequate to our analyses.
165
These phylogenetic trees were entered in the subsequent statistical models 166 sequentially to evaluate the same list of predictors (first, we run the model using the 
196
We examined phylogenetic relatedness of bird species infected by the same 237 among parasite lineages in their host exploitation strategies. We found that the most 238 prevalent parasite lineage was Plasmodium relictum SGS1 as it was detected in 9 out 21 239 host species. However, the prevalence in particular host species was quite variable (see 240 Fig. 1) . In contrast, the other lineages seem to be more specialists, at the present study, 241 as they were detected in fewer species. We detected 8 different lineages infecting, at least, two host species (Fig. 1) .
251 Thus, we analysed the phylogenetic distance between the hosts species infected by one 252 relative to the average phylogenetic distance between two species on the entire tree. (Table 4) .
16
259 Table 4 : Phylogenetic dispersion of parasite lineages infecting more than one host 260 species. N = number of bird species infected. Bolded values represent parasite lineages 261 that were detected in close phylogenetic bird species.
263 DISCUSSION
264 In this study of haemosporidian parasites infecting a community of wild birds 265 breeding/migrating in the same area, we found that detected prevalence is mostly 266 determined by the interaction between host and parasite identity. We also found that 267 variation in prevalence might be affected by breeding season and parasite lineage.
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